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ABSTRACT The draft genome sequence of an isolate identiﬁed as Biﬁdobacterium
longum is communicated herein. This strain was isolated from the feces of a 1-week-
old Holstein dairy cow. The draft genome of this Biﬁdobacterium longum isolate is
2.39 Mb in length, with a GC content of 60.1%.
Freshly obtained bovine feces were mixed with 5 ml of sterile peptone water andintroduced to Biﬁdobacterium-speciﬁc medium (BSM) agar to select for biﬁdobac-
teria. This medium consists of 55 g/liter de Man-Rogosa-Sharpe agar, 15 g/liter agar,
0.05% (wt/vol) L-cysteine (Sigma-Aldrich), and 0.05% (wt/vol) mupirocin (AppliChem
Panreac) (1). Agar plates were incubated at 37°C for 24 h in an anaerobic chamber
maintained with a gas mix of 7% H2, 10% CO2, and N2 for balance (Coy Laboratory
Products, Grass Lake, MI). Individual colonies were selected and grown in BSM broth for
12 h under the same conditions. Liquid cultures were preserved as freezer stocks at
80°C using a 25% glycerol solution.
Genomic DNA was extracted using the MasterPure Gram-positive DNA puriﬁcation
kit (Epicentre [an Illumina Company], Madison, WI). The sequencing library was pre-
pared using the Nextera XT 150-bp paired-end library preparation kit (Illumina, San
Diego, CA). Subsequently, whole-genome sequencing of the isolate was performed on
the Illumina NextSeq platform with v2 reagents. Reads were assembled de novo using
SPAdes version 3.9.1, and the resulting assembly was run through Pilon to correct
minor errors (2, 3). Gene model prediction and annotation were performed using the
Rapid Annotation using Subsystem Technology (RAST) annotation service (4–6).
The 16S rRNA marker gene sequence of the isolate designated UMA026 exhibits
greater than 99.2% similarity to all subspecies belonging to the Biﬁdobacterium longum
taxon (7). In order to further resolve the identity of UMA026, a multilocus sequence
typing approach was employed using concatenated sequences of four conserved
housekeeping genes, 16S rRNA gene, clpC, xfp, and dnaJ. This approach placed the
phylogenetic position of UMA026 within the Biﬁdobacterium longum subsp. suis/suillum
clade (8). Despite not being fully characterized, this clade incorporates B. longum strains
that are isolated from nonhuman mammals. Thus, UMA026 is clearly a B. longum strain,
with a phylogeny consistent with its dairy cow host.
Accession number(s). This whole-genome shotgun project has been deposited at
DDBJ/ENA/GenBank under the accession number PHUM00000000. The version de-
scribed in this paper is version PHUM01000000.
ACKNOWLEDGMENTS
This project was partially funded by the Center for Produce Safety (SCB14056).
We thank Cook Farm of Hadley, MA, for providing access to samples. We thank Anna
Received 21 May 2018 Accepted 21 May
2018 Published 21 June 2018
Citation Albert K, Sela DA. 2018. Draft genome
sequence of Biﬁdobacterium longum UMA026,
isolated from Holstein dairy cow feces.
Genome Announc 6:e00559-18. https://doi
.org/10.1128/genomeA.00559-18.
Copyright © 2018 Albert and Sela. This is an
open-access article distributed under the terms
of the Creative Commons Attribution 4.0
International license.




Volume 6 Issue 25 e00559-18 genomea.asm.org 1
 o
n








C. Kundmann, Rachel M. Levantovsky, and Cynthia (Cindy) Kane for technical assistance.
We acknowledge Doyle V. Ward of the UMass Center for Microbiome Research for
sequencing support.
REFERENCES
1. Turroni F, Foroni E, Pizzetti P, Giubellini V, Ribbera A, Merusi P, Cagnasso
P, Bizzarri B, de’Angelis GL, Shanahan F, van Sinderen D, Ventura M. 2009.
Exploring the diversity of the biﬁdobacterial population in the human
intestinal tract. Appl Environ 75:1534–1545. https://doi.org/10.1128/AEM
.02216-08.
2. Nurk S, Bankevich A, Antipov D, Gurevich A, Korobeynikov A, Lapidus A,
Prjibelsky A, Pyshkin A, Sirotkin A, Sirotkin Y, StepanauskasJeffrey R,
McLean J, Lasken R, Clingenpeel SR, Woyke T, Tesler G, Alekseyev MA,
Pevzner PA. 2013. Assembling genomes and mini-metagenomes from
highly chimeric reads. Res Comp Mol Biol 7821:158–170. https://doi.org/
10.1007/978-3-642-37195-0_13.
3. Walker BJ, Abeel T, Shea T, Priest M, Abouelliel A, Sakthikumar S, Cuomo
CA, Zeng Q, Wortman J, Young SK, Earl AM. 2014. Pilon: an integrated tool
for comprehensive microbial variant detection and genome assembly
improvement. PLoS One 9:e112963. https://doi.org/10.1371/journal.pone
.0112963.
4. Aziz RK, Bartels D, Best AA, DeJongh M, Disz T, Edwards RA, Formsma K,
Gerdes S, Glass EM, Kubal M, Meyer F, Olsen GJ, Olson R, Osterman AL,
Overbeek RA, McNeil LK, Paarmann D, Paczian T, Parrello B, Pusch GD,
Reich C, Stevens R, Vassieva O, Vonstein V, Wilke A, Zagnitko O. 2008. The
RAST server: Rapid Annotations using Subsystems Technology. BMC
Genom 9:75. https://doi.org/10.1186/1471-2164-9-75.
5. Overbeek R, Olson R, Pusch GD, Olsen GJ, Davis JJ, Disz T, Edwards RA,
Gerdes S, Parrello B, Shukla M, Vonstein V, Wattam AR, Xia F, Stevens R.
2014. The SEED and the Rapid Annotation of microbial genomes using
Subsystems Technology (RAST). Nucleic Acids Res 42:D206–D214. https://
doi.org/10.1093/nar/gkt1226.
6. Brettin T, Davis JJ, Disz T, Edwards RA, Gerdes S, Olsen GJ, Olson R,
Overbeek R, Parrello B, Pusch GD, Shukla M, Thomason JA, Stevens R,
Vonstein V, Wattam AR, Xia F. 2015. RASTtk: a modular and extensible
implementation of the RAST algorithm for building custom annotation
pipelines and annotating batches of genomes. Sci Rep 5:8365. https://doi
.org/10.1038/srep08365.
7. Yoon S-H, Ha S-M, Kwon S, Lim J, Kim Y, Seo H, Chun J. 2016. Introducing
EzBioCloud: a taxonomically united database of 16S rRNA and whole
genome assemblies. Int J Syst Evol Microbiol. https://doi.org/10.1099/
ijsem.0.001755.
8. Yanokura E, Oki K, Makino H, Modesto M, Pot B, Mattarelli P, Biavati B,
Watanabe K. 2015. Subspeciation of Biﬁdobacterium longum by multilocus
approaches and ampliﬁed fragment length polymorphism: description of
B. longum subsp. suillum subsp. nov., isolated from the faeces of piglets.
Syst Appl Microbiol 38:305–314. https://doi.org/10.1016/j.syapm.2015
.05.001.
Albert and Sela
Volume 6 Issue 25 e00559-18 genomea.asm.org 2
 o
n
 August 23, 2018 by guest
http://m
ra.asm
.org/
D
ow
nloaded from
 
